Key indicators: single-crystal X-ray study; T = 296 K; mean (C-C) = 0.003 Å; R factor = 0.052; wR factor = 0.163; data-to-parameter ratio = 21.7.
Related literature
. For reference bond-length data, see: Allen et al. (1987) . For related structures, see: Kumar et al. (2010) ; Wei et al. (2011) . For hydrogen-bond motifs, see: Bernstein et al. (1995) . For ring conformations, see: Cremer & Pople (1975) . Refinement R[F 2 > 2(F 2 )] = 0.052 wR(F 2 ) = 0.163 S = 1.03 6084 reflections 281 parameters H-atom parameters constrained Á max = 0.20 e Å À3 Á min = À0.21 e Å À3 Table 1 Hydrogen-bond geometry (Å , ).
Data collection: APEX2 (Bruker, 2009); cell refinement: SAINT (Bruker, 2009); data reduction: SAINT; program(s) used to solve structure: SHELXTL (Sheldrick, 2008); program(s) used to refine structure: SHELXTL; molecular graphics: SHELXTL; software used to prepare material for publication: SHELXTL and PLATON (Spek, 2009 
Comment
Heterocyclic compounds, especially those with five-and six-membered rings have received considerable attention as a result of their diverse biological activities (Amalraj et al., 2003) . Substituted pyrrolidine analogues have high potential in the treatment of tuberculosis (TB) (Karthikeyan et al., 2010) . Tuberculosis, an illness caused by Mycobacterium tuberculosis, is the leading cause of worldwide death from infectious diseases (Chande et al., 2005) . Problems arise when patients develop bacterial resistance to the first-line drugs and the second-line drugs are too toxic and cannot be employed simultaneously (Sriram et al., 2009) . Therefore, there is an impetus for the development of new antitubercular agents to shorten the treatment regime and which are effective against drug-resistant strains of M. tuberculosis (Duncan & Barry, 2004) .
The molecular structure is shown in Fig. 1 . Bond lengths (Allen et al., 1987) and angles are within normal ranges and are comparable to those in related crystal structures (Kumar et al., 2010; Wei et al., 2011) . If the three benzene rings C1-C6, C12-C17 and C21-C26 are denoted by R4, R5, R6 then the dihedral angles for R4^R5, R5^R6 and R4^R6 are 79.88 (11), 34.21 (9) and 82.39 (12)°, respectively.
The molecular structure is stabilized by an intramolecular C27-H27A···O2 hydrogen bond (Table 1) , which generates an S(6) ring motif (Fig. 1, Bernstein et al., 1995) . No significant intermolecular hydrogen bond is observed. There is a short contact of 1.94 Å between H5A and H8B.
Experimental
A mixture of (E)-(2-benzylidene)-2,3-dihydro-IH-indene-1-one (0.001 mmol), ninhydrin (0.001 mmol) and sarcosine (0.002 mmol) (1:1:2) was dissolved in methanol (10 ml) and refluxed for 4 h. After completion of the reaction, as evident from TLC, the mixture was poured into water (50 ml). The precipitated solid was filtered, washed with water and recrystallised from a pet. ether -ethyl acetate mixture (1:1) to yield the title compound as yellow crystals.
Refinement
All H atoms were positioned geometrically and refined using a riding model with C-H = 0.93-0.98 Å and U iso (H) = 1.2 or 1.5 U eq (C). A rotating-group model was applied for the methyl group. Fig. 1 . The molecular structure of the title compound, showing 30% probability displacement ellipsoids for non-H atoms. The intramolecular hydrogen bond is shown as a dashed line. 
Figures
1'-Methyl-4'-phenyldispiro[indan-2,2'-pyrrolidine-3',2''-indan]-1,3,1''-trione
Special details
Geometry. All esds (except the esd in the dihedral angle between two l.s. planes) are estimated using the full covariance matrix. The cell esds are taken into account individually in the estimation of esds in distances, angles and torsion angles; correlations between esds in cell parameters are only used when they are defined by crystal symmetry. An approximate (isotropic) treatment of cell esds is used for estimating esds involving l.s. planes.
Refinement. Refinement of F 2 against ALL reflections. The weighted R-factor wR and goodness of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The threshold expression of F 2 > 2sigma(F 2 ) is used only for calculating R-factors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger.
Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (Å 2 ) 0.0571 (9) 0.0498 (9) 0.0498 (9) 0.0016 (7) 0.0176 (7) 0.0083 (7) 
